Propionibacterium acnes is an opportunistic pathogen associated with several diseases such as acne vulgaris, corneal ulceration, endocarditis, sarcoidosis, synovitis, hyperostosis, and osteitis syndrome (16) . Acne vulgaris is a chronic inflammatory disease of the pilosebaceous follicle that affects Ͼ70% of adolescents and young adults (3) . Inflammation in acne is associated, in part, with abnormal ductal colonization by P. acnes (8) . Although the correlation between the severity of acne and the number of P. acnes organisms is controversial (9), the first complete genome sequence of P. acnes raised the question of the pathogenic potential of this bacterium (1). This is further supported by recent studies showing that distinct P. acnes strains trigger the secretion of antimicrobial peptides and proinflammatory mediators from various cell types in vitro (4, 6, 7, 14, 15) . Ever since the genetic and phylogenetic diversity of P. acnes was described (10-13), accumulating evidence has supported the challenging hypothesis that certain P. acnes strains may cause opportunistic infection, worsening acne lesions (5, 14, 15) . Thus, in order to identify possible novel virulence factors, it is mandatory to compare complete genomes within and across phylogenetic clusters. A prerequisite for this is the completion of additional P. acnes genomes.
Genome sequencing of strain 6609 was performed by the SOLiD sequencing technology. We have generated 24,507,161 reads, which yielded Ͼ400-fold coverage. Assembly was performed using Genomics Workbench 4.6.1 and the Omixon Gapped SOLiD Alignment plug-in (2), provided by CLC Bio and Omixon, respectively. Gap closing was accomplished using PCR followed by Sanger sequencing. Automatic annotation of the genome was performed by the NCBI Prokaryotic Genomes Automatic Annotation Pipeline (http://www.ncbi.nlm.nih.gov /genomes/static/Pipeline.html), which utilizes GeneMark, Glimmer, and tRNAscan-SE searches. P. acnes strain 6609 has a single circular chromosome of 2,560,282 bp with a GC content of 60.01%. There are 2,358 putative coding sequences, 45 tRNAs, and 6 rRNA loci.
Previous phylogenetic analysis revealed that strain 6609 belongs to the P. acnes type IB division (14) . Based on the recently published multilocus sequence typing scheme for P. acnes (11), we have now determined that this strain belongs to the sequence type 10 (ST10) lineage. Importantly, P. acnes strain 6609 was previously shown not to induce the expression of proinflammatory mediators in keratinocytes (15) , suggesting that this strain belongs to the commensal flora. Strains from this lineage do not appear to produce dermatan sulfate binding adhesins (11) , which may be important in the context of acne pathogenesis. This is in line with recent findings proposing that ST10 isolates are more likely associated with healthy persons than with acne patients (10, 11) .
Nucleotide sequence accession number. The complete nucleotide sequence of P. acnes strain 6609 has been deposited in GenBank under accession number CP002815.
